We report the complete genome of Pseudomonas aeruginosa strain PAK, a strain which has been instrumental in the study of a range of P. aeruginosa virulence and pathogenesis factors and has been used for over 50 years as a laboratory reference strain. P seudomonas aeruginosa is one of the deadly and highly drug-resistant, hospitalassociated ESKAPE pathogens (Enterococcus faecium, Staphylococcus aureus, Klebsiella pneumoniae, Acinetobacter baumannii, Pseudomonas aeruginosa, and Enterobacter species), and it has been flagged by the WHO as a species of "greatest public health concern." P. aeruginosa strain K (PAK) is one of the most well-studied P. aeruginosa laboratory strains, first described for its Pf1 phage sensitivity in 1966 (1) and its hyperpiliation in 1972 (2), and it is still in use today. This virulent exemplar strain highly expresses pili and flagella and contains glycosylation and pathogenicity islands (3, 4). Although over 500 publications involving the PAK strain exist to date (PubMed database), a long-read, closed, and high-quality genome annotation sequence is lacking.
methods as previously described (10) , and identified 5,537 orthologous genes, as defined by BLASTN (11) . We identified a large inversion of 4,185,263 bp between the strains using ACT (12) , and visualized it using Mauve (13) ( Fig. 1 ). Two sets of complementary rRNA genes of 5,752 bp with 99.63% sequence identity flank the inversion site.
Further manual annotation was performed. Five acquired resistance genes were identified using ResFinder 2.0 (14) , all of which are also in PAO1, as follows: aph(3=)-IIb (aminoglycoside), ampC, bla OXA-50 (beta-lactamase), catB7 (chloramphenicol), and fosA (fosfomycin). PHASTER (15) was used to identify the bacteriophage Pf1. Interestingly, Pf1 has long been known to be quite specific for PAK, yet Pf1 does not always integrate into the PAK chromosome (16) . IslandViewer 4 (17) found 8 further genomic islands. The type IV pilus genes pilA to pilD, pilF, pilG to pilK, chpA to chpC, fimL, fimS, algR, fimT, fimU, pilV to pilX, pilY1, pilY2, pilE, and pilM to pilQ and the 3 type VI secretion system (T6SS) clusters, H1, H2, and H3 were identified. The H1 cluster spanned from tagQ1 to PA0101, the H2 cluster from tssA2 to stk1, and the H3 cluster from sfa3 to PA2375.
This high-quality genome sequence will advance future understanding of this pathogen and help integrate almost 50 years of research on PAK into a modern genomic context. Data availability. This whole-genome sequence has been deposited in GenBank under accession number LR657304, with the raw PacBio reads accessible under European Nucleotide Archive (ENA) sample accession number ERS484051.
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